ABSTRACT Haematococcus lacustris is an industrially relevant microalga that is used for the production of the carotenoid astaxanthin. Here, we report the use of PacBio long-read sequencing to assemble the chloroplast genome of H. lacustris strain UTEX:2505. At 1.35 Mb, this is the largest assembled chloroplast of any plant or alga known to date.
intergenic regions throughout the chloroplast. Another highly complex and large (Ͼ525 kb) chloroplast genome belonging to Volvox caterii (9) contains large numbers of short repetitive DNA sequences, an issue that has hindered the completion of a full chloroplast genome assembly of that species to date. We believe that this work shows that long-read sequencing with PacBio SMRT technology (or another such platform) can be beneficial to assembling complex and repetitive organellar genomes in addition to complex nuclear genomes. Additionally, the size and abundance (ϳ50% of total DNA) of this plastid genome mean that more coverage is required to obtain a good nuclear genome for the genus Haematococcus. Accession number(s). The assembled H. lacustris UTEX:2505 chloroplast genome has been deposited at GenBank under the accession number MG677935.
